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EORTC-SPECTA Arcagen study, comprehensive genomic
profiling and treatment adaptation of rare thoracic cancers
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Anne-Claire Toffart7, Thierry Chatellier8, Nicolas Cloarec9, Ivana Sullivan 10, Birute Brasiuniene11, Michael Duruisseaux12,
Kersti Oselin13, Marie-Sophie Robert3, Carolina Fernandes3, Arnaud Poncin3, Jean-Yves Blay 14, Benjamin Besse15 and Nicolas Girard16

Arcagen (NCT02834884) is a European prospective study aiming at defining the molecular landscape of rare cancers for treatment
guidance. We present data from the cohort of rare thoracic tumors. Patients with advanced pleural mesothelioma (PM) or thymic
epithelial tumors (TET) underwent genomic profiling with large targeted assay [>300 genes, tumor mutational burden (TMB),
microsatellite instability (MSI) status] on formalin-fixed paraffin-embedded (FFPE) or plasma samples. EORTC molecular tumor board
(MTB) advised for biomarker-guided treatments. 102 patients recruited from 8 countries between July 2019 and May 2022 were
evaluable: 56 with PM, 46 with TET (23 thymomas, 23 thymic carcinomas). Molecular profiling was performed on 70 FFPE samples
(42 PM, 28 TET), and 32 cases on ctDNA (14 PM, 18 TET), within a median turnaround time of 8 days from sample reception. We
detected relevant molecular alterations in 66 out of 102 patients (65%; 79% PM, 48% TET), 51 of 70 FFPE samples (73%; 90% PM,
46% TET), and 15 of 32 plasma samples (47%; 43% PM, 50% TET). The most frequently altered genes were CDKN2A/B, BAP1, MTAP in
PM and TP53, CDKN2A/B, SETD2 in TET. The TMB was low (mean 3.2 Muts/MB), 2 PM had MSI-high status. MTB advised molecular-
guided treatment options in 32 situations, for 17 PM and 15 TET patients (75% clinical trial option, 22% off-label drug or
compassionate use, 3% early access program). Molecular testing and MTB discussion were feasible for patients with rare thoracic
cancers and allowed the broadening of treatment options for 30% of the cases.
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Pleural mesothelioma (PM) and thymic epithelial tumors (TET) are
rare aggressive thoracic malignancies. There are 30,000 new PM
cases per year worldwide, with an incidence in Europe of <1 per
100,000 per year1. It is related to asbestos exposure, with clinical
onset occurring after decades of latency. Histological classification
into three major subtypes - epithelioid, sarcomatoid, and biphasic
- is important in terms of prognosis and treatment2. The most
recent therapeutic regimens consist of combination with immu-
notherapy targeting PD-(L)1 and CTLA-4, and antiangiogenics,
bringing the median overall survival of patients with unresectable
PM up to 1.5 years3–5. However, when progressing, there is a lack
of effective treatment options. The annual incidence of TET
(thymomas and thymic carcinomas together) is 1.3–3.2 cases per
million worldwide6. Thymomas are subdivided into sub-types, and
tumor stage and resection status are fundamental prognostic
factors7. Multimodal treatments including radiotherapy, surgery
and chemotherapy are key to disease control. Multi-tyrosine
kinase inhibitors, biological agents and immunotherapy may have
a role in the metastatic recurrent setting2, although effective
predictive biomarkers are lacking8. The low incidence of these
diseases hindered the running of randomized trials for new
therapeutic strategies. Rare cancers are also under-represented in

genomic profiling programs. All this contributes to the scarcity of
targeted therapies available for PM and TET2.
Arcagen is a European Organisation for Research and Treatment

of Cancer (EORTC)-SPECTA prospective multicohort and multi-
center study aiming at performing genomic profiling, associated
with a molecular tumor board (MTB) for treatment recommenda-
tion, for patients with rare cancers across Europe. Here we present
the first results of the cohort of rare thoracic malignancies.

CHARACTERISTICS OF THE STUDY COHORT
A total of 122 patients from 8 different countries were registered
between July 2019 and May 2022 (Supplementary Figure 1 and
Supplementary Table 1). 102 patients (84%) were evaluable, with
adequate samples for molecular profiling: 56 PM and 46 TET (23
thymic carcinomas and 23 thymomas). Patient and disease
characteristics are summarized in Table 1. At study enrollment,
PM patients were older than TET (72 and 60 years, respectively).
There was a prevalence of men among PM patients (79%) and of
women in the TET cohort (54.3%). 58% of the patients had been
exposed to tobacco (61% PM, 54% TET). All histologic subtypes of
MP and thymomas were represented. Most of the patients were
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pretreated in the advanced setting at the time of the MTB
discussion (up to 5 previous lines of therapy) (Table 1).

SAMPLES ANALYSIS
Figure 1 describes the sample workflow and reasons for rescue
with liquid biopsy. Considering all tumor types together, the
molecular analysis of PM was performed on formalin-fixed paraffin
embedded (FFPE) tissue samples in 42 cases (75%), while 14 cases
(25%) were analyzed by liquid biopsy. Conversely, the genomic
analysis was done on tissue in 28 TET patients (61%), while 18
cases were tested by liquid biopsy (39%). The main reason for
rescue was poor FFPE quality (19 cases, 60%), no sufficient FFPE
available (22%) or FFPE material older than 2 years (18%). The
median turnaround time (TAT) from samples acquisition from

each center to the molecular report was 8 days for both analyses
(thus excluding the previous steps of patient registration and
sample preparation).

GENOMIC PROFILING RESULTS AND MTB RECOMMENDATIONS
The oncoplot in Fig. 2 reports the 20 most frequently detected
alterations in each cancer type. We detected relevant molecular
alterations in 66 out of 102 patients (65%). To note, no ESCAT tier
1 or 2 molecular targets were detected. MTB recommendations
are summarized in Fig. 1.

Pleural mesothelioma
Overall, 79% of PM cases (n= 44) harbored at least one molecular
alteration. The most frequent aberrations in MP were deletions or
rearrangements of CDKN2A/B, single nucleotide variants (SNV) or
deletions of BAP1 and NF2, deletions of MTAP and SNV of TP53
(Supplementary Fig. 2). The detection rate was higher in FFPE,
with alterations identified in 38 out of 42 samples (90%), while it
was limited to 6 out of 14 plasma samples (43%). The tumor
mutational burden (TMB) was generally low (mean 4 Muts/MB),
however 2 PM cases had microsatellite instability (MSI)-high
status. MTB advised for potential treatment options in 17 situations
(30% of the PM cohort). Recommendation for germline testing
and eventual genetic counseling to be performed locally was
given for 5 patients, mostly due to the detection of pathogenic
variants in BAP1 of suspected germline origin.

Thymic epithelial tumors
In TET, 48% of the cases (n= 22) carried at least a molecular
alteration. We mostly detected SNV of TP53, SNV or deletions of
CDKN2A/B, SNV of SETD2 and deletions of MTAP (Supplementary
Fig. 3). For TET, the detection rate was 50% in plasma samples (9
out of 18 cases) and 46% in FFPE samples (13 out of 28 cases). The
TMB was generally low (mean 3.1 Muts/MB). MTB advised for
potential treatment options in 15 situations (33%).
One hematologic consultation was suggested due the detection

of clonal hematopoiesis in liquid biopsy, associated with an
increased risk of developing a hematologic neoplasm.

Combined analysis
Considering PM and TET together, the detection rate of
pathogenic or likely pathogenic molecular alterations was higher
in FFPE samples than in liquid biopsy (73% vs 47%). The MTB
advised for treatment options in 32 situations (75% clinical trial
option, 22% off label drug or compassionate use, 3% early access
program) (Supplementary Fig. 4). Hence, a molecular-matched
treatment indication as further line of treatment in case of disease
progression was given for 31% of the overall population. Overall,
tissue and plasma analysis informed the treatment indication in
37% and 19% of the cases, respectively. A detail of MTB treatment
indications is reported in Supplementary Table 2. For 11 patients
there was no treatment adaptation based on the MTB recom-
mendation due to an early death for disease progression, and in
19 cases the disease had not progressed at time of database lock.
Comprehensive genomic profiling has emerged as a powerful

tool for understanding the biology of rare cancers and identifying
potential targets for therapy. Overall, we show that genomic
profiling has the potential to inform personalized treatment
strategies for 31% of patients with advanced rare thoracic tumors
in an efficient manner (TAT of 8 days from receipt of the sample),
with treatment recommendation discussed during a pan-Europe
MTB. The low failure rate (less than 20%) and successful
operational set-up of the project highlight the feasibility of
systematic screening for rare thoracic cancers.

Table 1. Patient and disease characteristics.

All
cancers,
n= 102
N (%)

Mesothelioma,
n= 56
N (%)

Thymic
epithelial
tumors, n= 46
N (%)

Age, median [IQR] 70 [55–74] 72 [67–75] 60 [43–70]

Sex, female 37 (36%) 12 (21%) 25 (54%)

Smoking status

Never 39 (38%) 21 (38%) 18 (39%)

Former 48 (47%) 29 (52%) 19 (41%)

Current 11 (11%) 5 (9%) 6 (13%)

NA 4 (4%) 1 (2%) 3 (7%)

Thymic
carcinoma: 23
(50%)

Thymoma: 23
(50%)

Histology • Epithelioid: 33
(59%)

• Sarcomatoid: 4
(7%)

• Biphasic: 5 (9%)
• Others: 4 (7%)
• NA: 10 (18%)

• A: 1 (4%)
• AB: 1 (4%)
• B1: 1 (4%)
• B1/B2: 1 (4%)
• B2: 6 (26%)
• B2/B3: 4 (17%)
• B3: 4 (17%)
• NA: 5 (22%)

Localized or locally
advanced disease at
diagnosis

29 (28%) 5 (9%) 25 (54%)

Number of previous
lines of therapy for
metastatic disease,
median (range)

1 (0–5) 1 (0–5) 1 (0–5)

Biopsy site/
specimen

Primitive tumor 48 (47%) 35 (62%) 12 (26%)

Nodal metastasis 2 (2%) 2 (4%) —

Metastasis other 20 (20%) 5 (9%) 16 (35%)

Blood 32 (31%) 14 (25%) 18 (39%)

MSI-status

High 2 (2%) 2 (4%) —

Stable 88 (86%) 51 (91%) 37 (80%)

NA 12 (12%) 3 (5%) 9 (20%)

TMB Muts/MB,
mean (range)

3.6 (0–61) 4 (0–61) 3.1 (0–15)

NA: 13 NA: 3 NA: 10

IQR interquartile range, MB megabase, Muts mutations, MSI microsatellite
instability, NA not available, TMB tumor mutational burden.
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Previous studies have explored the molecular landscape of PM
and TET using a variety of genomic profiling techniques. Results of
our analysis are in line with literature reports on PM9–13, which
have identified a number of recurrent genetic alterations and
signaling pathways that may contribute to the development and
progression of PM. Some of the key findings include frequent
mutations in tumor suppressor genes such as CDKN2A/B, TP53,
BAP1, and NF2, as well as in genes involved in chromatin
remodeling, such as SETD2. Mutations in DNA damage response
genes were also represented. We confirmed that also TET exhibit a
diverse range of genomic alterations involving cell cycle and
chromatin regulation8,14. Most frequently altered genes include
TP53 (one Y220C mutant, target of future potential drug)15, loss of
CDKN2A and MTAP, mutations in KIT, PTEN and RAS family genes.
Nevertheless, while genomic profiling has provided valuable
insights into the molecular landscape of these cancers, previous
studies did not address how this may translate into clinical utility.
Indeed, many unanswered questions and major barriers exist on
this regard, such as the definition of the clinical relevance of
detected molecular alterations, clinical trials availability at the time
of tumor profiling and drugs accessibility. The aim of our study
was to bypass these limitations, by providing an efficient and
clinically relevant molecular profile in support to patients and
treating clinicians for improving the management of rare thoracic
cancers in Europe. This is also key to better select patients for
clinical trials assessing targeted therapies, considering that the
75% of the MTB recommendations was a clinical trial option
(phase I or basket trial in most of the cases).
Limitations to this study include a short follow-up after

enrollment, limiting the availability of data about the implementa-
tion of MTB recommendations, thus possible clinical benefit
associated with it. Nevertheless, we noticed that in 34% of cases
with a MTB recommendation, death due to disease progression
hampered the possibility to adapt the therapy, suggesting that
tumor profiling should be performed earlier at cancer diagnosis
rather than during treatment for metastatic disease, when clinical
conditions could prevent the inclusion in a clinical trial. Another
pitfall relies into the intrinsic limitation of using circulating tumor

DNA (ctDNA) for tumor genotyping. The detection rate may have
been overestimated, particularly in the liquid biopsy cohort, due a
misinterpretation of some clonal hematopoiesis variants (e.g., TP53,
that is non univocally somatic). Nevertheless, previous evidence
showed 80% detection of at least one molecular alteration through
ctDNA analysis in TET patients16, and mutations and rearrangements
could be preferentially detected in liquid than tissue biopsy17. The
inconsistent detection rate in PM and TET could be largely explained
by clinical-pathological differences influencing ctDNA shedding18.
Overall, the results of this study highlight the role of academic

MTB in expanding diagnostic and targeted treatment options for
patients affected with rare thoracic tumors and demonstrate the
operational feasibility on a multinational scale. Tumor tissue
sequencing remains the best approach for molecular character-
ization, but liquid biopsy may play an important role in cases with
inadequate tissue samples. Access to drugs remains critical for
patients with rare cancers.

METHODS
Patients older than 12 with a diagnosis of locally advanced or
metastatic mesothelioma of pleura and pericardium, thymoma,
thymic carcinoma, regardless of the number of treatment lines
received, were recruited. A recent tumor specimen was requested
for analysis (less than 2-year-old). If non available, or failed quality
control at the central biobank, a liquid biopsy was performed.
Clinical-pathological data were collected according to the EORTC-
SPECTA protocol (NCT02834884)19. All patients provided written
informed consent for sample collection and genomic analysis. The
SPECTA Arcagen study was approved by ethical committees—
Commissie voor Medische Ethiek ZNA (Belgium), reference 4881,
date 10/03/2021—Comissao de Etica para a Saude de CHLO
(Portugal), reference 2150, date 28/06/2021—Eticka komise pro
Multicentricka Klinicka Hodnoceni, Fakultini Nemocnice v Motole
(Check Republic), reference 017/08, date 01/12/2021. This study
has been conducted in accordance with international standards of
ethical principles for medical research (Declaration of Helsinki,
Good Clinical Practice guidelines).

Fig. 1 Sample workflow and MTB recommendations. Workflow summarizing the operational settings of the EORTC Arcagen project from
patient enrollment to molecular tumor board recommendations. In pink, molecular analysis performed on plasma, in blue on FFPE samples.
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Comprehensive genomic profiling was performed with a
targeted next generation sequencing (NGS) test (FoundationO-
ne®CDx) of >300 genes, including MSI and TMB, using DNA
isolated from FFPE tumor tissue specimens. If tumor tissue was not
available or inadequate, the analysis was performed by Founda-
tionOne®Liquid CDx on ctDNA isolated from plasma. Foundatio-
nOne®CDx and FoundationOne®Liquid CDx have high accuracy
and analytical sensitivity, although there may be some differences
between the two tests due to the nature of the sample they
analyze. Results also depend on the specific genetic alterations
being analyzed, tumor heterogeneity, and the quality of the
sample. No TMB calculation was reported at the beginning of the
project using FoundationOne®Liquid CDx.
Each individual genomic report was reviewed and discussed by

the EORTC-SPECTA multidisciplinary MTB, which met monthly,
composed of experienced oncologists, biologists, bioinformatics
and geneticists, expert in molecular medicine and thoracic cancers
management. Its primary objective was to analyze the NGS report
to suggest personalized treatment strategies in the context of the
patient pathology and status. This process involved evaluating, in
addition to what was concluded in the NGS report, the
pathogenicity and the targetability of individual molecular
alterations according to the ESMO Scale for Clinical Actionability
of molecular Targets (ESCAT). Only pathogenic or likely patho-
genic variants were considered. Matched therapies and targeted
agents were recommended where possible based on existing
preclinical and clinical data, available within clinical trials not
restricted to EORTC trials, or outside a trial.

Reporting summary
Further information on research design is available in the Nature
Research Reporting Summary linked to this article.

DATA AVAILABILITY
Data can be access in line with EORTC data sharing policy (https://www.eortc.org/
app/uploads/2023/06/L-01-POL-01.pdf). The link for data request can be found here:
https://www.eortc.be/services/forms/erp/request.aspx. Sequencing data generated in
this study were uploaded in the European Genome-phenome Archive (EGA), dataset
reference number EGAD50000000168.

Received: 22 May 2023; Accepted: 15 January 2024;

REFERENCES
1. Nuyts, V., Nawrot, T., Nemery, B. & Nackaerts, K. Hotspots of malignant pleural

mesothelioma in Western Europe. Transl. Lung Cancer Res. 7, 516–519 (2018).
2. Dumoulin, D. W., Bironzo, P., Passiglia, F., Scagliotti, G. V. & Aerts, J. G. J. V. Rare

thoracic cancers: a comprehensive overview of diagnosis and management of
small cell lung cancer, malignant pleural mesothelioma and thymic epithelial
tumours. Eur. Respir. Rev. 32, 220174 (2023).

3. Zalcman, G. et al. Bevacizumab for newly diagnosed pleural mesothelioma in the
Mesothelioma Avastin Cisplatin Pemetrexed Study (MAPS): a randomised, con-
trolled, open-label, phase 3 trial. Lancet 387, 1405–1414 (2016).

4. Peters, S. et al. First-line nivolumab plus ipilimumab versus chemotherapy in
patients with unresectable malignant pleural mesothelioma: 3-year outcomes
from CheckMate 743. Ann. Oncol. 33, 488–499 (2022).

5. Tagliamento, M. et al. Meta-analysis on the combination of chemotherapy with
programmed death-ligand 1 and programmed cell death protein 1 blockade as
first-line treatment for unresectable pleural mesothelioma. J. Thorac. Oncol.
S1556086423007244 https://doi.org/10.1016/j.jtho.2023.08.004 (2023).

6. Engels, E. A. Epidemiology of thymoma and associated malignancies. J. Thorac.
Oncol. 5, S260–S265 (2010).

7. Girard, N., Ruffini, E., Marx, A., Faivre-Finn, C. & Peters, S. Thymic epithelial
tumours: ESMO Clinical Practice Guidelines for diagnosis, treatment and follow-
up. Ann. Oncol. 26, v40–v55 (2015).

8. Girard, N. et al. Comprehensive genomic profiling of 274 thymic epithelial tumors
unveils oncogenic pathways and predictive biomarkers. Oncologist 27, 919–929
(2022).

9. Guo, G. et al. Whole-exome sequencing reveals frequent genetic alterations in
BAP1, NF2, CDKN2A, and CUL1 in malignant pleural mesothelioma. Cancer Res. 75,
264–269 (2015).

10. Bueno, R. et al. Comprehensive genomic analysis of malignant pleural meso-
thelioma identifies recurrent mutations, gene fusions and splicing alterations.
Nat. Genet. 48, 407–416 (2016).

11. Hmeljak, J. et al. Integrative Molecular Characterization of Malignant Pleural
Mesothelioma. Cancer Discov. 8, 1548–1565 (2018).

12. Hiltbrunner, S. et al. Genomic landscape of pleural and peritoneal mesothelioma
tumours. Br. J. Cancer 127, 1997–2005 (2022).

13. Creaney, J. et al. Comprehensive genomic and tumour immune profiling reveals
potential therapeutic targets in malignant pleural mesothelioma. Genome Med.
14, 58 (2022).

14. Radovich, M. et al. The integrated genomic landscape of thymic epithelial tumors.
Cancer Cell 33, 244–258.e10 (2018).

0

61

T
M

B

NA

RAD21
SUFU
MYC

PBRM1
BRCA1/2

KIT
KDM6A
MDM4
FBXW7

ATM
RAS−family

MLL2
PTEN

CHEK2
SETD2

NF2
MTAP
BAP1
TP53

CDKN2A/B

1%
1%
1%
1%
2%
2%
2%
3%
3%
3%
4%
4%
6%
6%
10%
17%
23%
24%
26%
35%

0 36
No. of samples

Sample_type
Cancer_type

SNV
Deletion
InDel

Amplification
Rearrangement
Multi_Hit

Cancer_type

Mesothelioma
Thymic_malignansies

Sample_type

FFPE
Plasma

Fig. 2 Oncoplot of the 20 most common molecular alterations. Oncoplot summarizing the main molecular alterations in mesothelioma
(yellow squares, left part of the plot) and thymic malignancies (green squares, right part of the plot). TMB is highlighted at the top of the figure.
Molecular alterations: SNV in green, deletion in red, InDel in pink, amplification in blue, rearrangement in yellow and multi-hits in dark grey.

M Tagliamento et al.

4

npj Precision Oncology (2024)    37 Published in partnership with The Hormel Institute, University of Minnesota

https://www.eortc.org/app/uploads/2023/06/L-01-POL-01.pdf
https://www.eortc.org/app/uploads/2023/06/L-01-POL-01.pdf
https://www.eortc.be/services/forms/erp/request.aspx
https://doi.org/10.1016/j.jtho.2023.08.004


15. Dumbrava, E. E. et al. First-in-human study of PC14586, a small molecule struc-
tural corrector of Y220C mutant p53, in patients with advanced solid tumors
harboring a TP53 Y220C. Mutat. J. Clin. Oncol. 40, 3003–3003 (2022).

16. Dada, H. I., Drusbosky, L. & Giaccone, G. Cell-free circulating tumor DNA (cfDNA)
analysis of advanced thymic epithelial tumors (TETs). J. Clin. Oncol. 39, 8577–8577
(2021).

17. Bayle, A. et al. Liquid versus tissue biopsy for detecting actionable alterations
according to the ESMO Scale for Clinical Actionability of molecular Targets in
patients with advanced cancer: a study from the French National Center for
Precision Medicine (PRISM). Ann. Oncol. 33, 1328–1331 (2022).

18. Zhang, Y. et al. Pan-cancer circulating tumor DNA detection in over 10,000 Chi-
nese patients. Nat. Commun. 12, 11 (2021).

19. Morfouace, M. et al. First results of the EORTC-SPECTA/Arcagen study exploring
the genomics of rare cancers in collaboration with the European reference net-
work EURACAN. ESMO Open 5, e001075 (2020).

ACKNOWLEDGEMENTS
Arcagen—EORTC Research Project 1843—is a collaborative project between EORTC
and ERN EURACAN. Arcagen is funded by F. Hoffman-La Roche. Cedric Mallien
(EORTC) provided bioinformatic support.

AUTHOR CONTRIBUTIONS
Co-first authors: Tagliamento and Morfouace have contributed equally. Conceptua-
lization: Blay, Morfouace, Robert. Data curation: Tagliamento, Morfouace, Loizides,
Poncin, Fernandes. Formal analysis: Tagliamento, Morfouace, Loizides. Funding
acquisition: Blay, Morfouace, Robert. Investigation: Oliveira, Greillier, Raimbourg,
Toffart, Chatelier, Cloarec, Sullivan, Brasiuniene, Peron, Oselin, Besse, Girard.
Methodology: Morfouace, Blay, Besse, Girard. Project administration: Robert, Poncin,
Fernandes. Roles/Writing—original draft: Tagliamento, Morfouace, Loizides, Besse,
Girard. Writing - review & editing: all the Authors.

COMPETING INTERESTS
Tagliamento M was awarded with the 2022 Heine A. Hansen Fellowship Grant by the
International Lung Cancer Foundation; he declared honoraria for activity as medical
writer by Amgen, MDS, and support for travel and accommodation expensed by Eli
Lilly. Morfouace M is currently Employee at Merck Healthcare. Greillier L declared
institutional research grants by Astra Zeneca, BMS, MSD, Takeda, Pfizer, Roche,
Amgen, Sanofi, Janssen, Eli Lilly, Novartis, and personal honoraria for lectures,
presentations, speakers bureaus from Astra Zeneca, BMS, MSD, Takeda, Pfizer, Roche,
Amgen, Sanofi, Janssen, Eli Lilly, Novartis, and support for attending meetings and/or
travel by Pfizer, MSD, Astra Zeneca, Takeda. Raimbourg J declared payment or
honoraria for lectures, presentations, speakers bureaus from Pierre Fabre, Sanofi,
Ipsen, Amgen, Takeda, and support for attending meetings and/or travel by Pierre
Fabre, Daiichi Sankyo. Toffart AC declared payment or honoraria for lectures,
presentations, speakers bureaus from Astra Zeneca, BMS, MSD, Sanofi, and payment
for expert testimony from AGIRàdom, AMGEN, Astra Zeneca, BMS, IPSEN, Janssen,
Pfizer, Roche, Sanofi, Takeda, and Support for attending meetings and/or travel by

Astra Zeneca, Roche, Takeda. Sullivan I declared payment or honoraria for lectures,
presentations, speakers bureaus from Roche, Takeda, AstraZeneca, Bristol-Myers
Squibb, Novartis, Pfizer, Sanofi, and support for attending meetings and/or travel by
Roche, Takeda, Eli Lilly, AstraZeneca, and participation on a Data Safety Monitoring
Board or Advisory Board organized by Roche, Novartis, Takeda, Sanofi, Bristol-Myers
Squibb. Besse B declared Sponsored Research at Gustave Roussy Cancer Center,
Investigator or co-investigator of trials of Abbvie, Amgen, AstraZeneca, Biogen,
Blueprint Medicines, BMS, Celgene, Eli Lilly, GSK, Ignyta, IPSEN, Merck KGaA, MSD,
Nektar, Onxeo, Pfizer, Pharma Mar, Sanofi, Spectrum Pharmaceuticals, Takeda, Tiziana
Pharma, Nerviano, GSK, Pfizer, Roche-Genentech, Lilly, OSE Pharma, MSD, Celgene,
Stemcentrx, Ignyta, Abbvie, Loxo Oncology, AstraZeneca, Blueprint Medicines. Girard
N declared research grants by AstraZeneca, Amgen, Boehringer Ingelheim, Eli Lilly,
Hoffmann-La Roche, Janssen, Merck, Merck Sharp & Dohme, Novartis, Pfizer, Sivan,
Trizell, Consultative services for Bristol Myers Squibb, AstraZeneca, AbbVie, Amgen,
Boehringer Ingelheim, Eli Lilly, Hoffmann- La Roche, Janssen, Merck, Merck Sharp &
Dohme, Mirati, Novartis, Pfizer, Roche, Sanofi, Sivan, Payment for expert testimony
from AstraZeneca, and Participation on a data safety monitoring board of Roche, and
Leadership role in the Thymic Malignancy Interest Group, and Employment of a
family member in AstraZeneca. The other authors declared no COI.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41698-024-00518-9.

Correspondence and requests for materials should be addressed to Marco
Tagliamento.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Open Access This article is licensed under a Creative Commons
Attribution 4.0 International License, which permits use, sharing,

adaptation, distribution and reproduction in anymedium or format, as long as you give
appropriate credit to the original author(s) and the source, provide a link to the Creative
Commons licence, and indicate if changes were made. The images or other third party
material in this article are included in the article’s Creative Commons licence, unless
indicated otherwise in a credit line to the material. If material is not included in the
article’s Creative Commons licence and your intended use is not permitted by statutory
regulation or exceeds the permitted use, you will need to obtain permission directly
from the copyright holder. To view a copy of this licence, visit http://
creativecommons.org/licenses/by/4.0/.

© The Author(s) 2024

M Tagliamento et al.

5

Published in partnership with The Hormel Institute, University of Minnesota npj Precision Oncology (2024)    37 

https://doi.org/10.1038/s41698-024-00518-9
http://www.nature.com/reprints
http://www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/

	EORTC-SPECTA Arcagen study, comprehensive genomic profiling and treatment adaptation of rare thoracic cancers
	Characteristics of the study�cohort
	Samples analysis
	Genomic profiling results and MTB recommendations
	Pleural mesothelioma
	Thymic epithelial�tumors
	Combined analysis

	Methods
	Reporting summary

	DATA AVAILABILITY
	References
	Acknowledgements
	Author contributions
	Competing interests
	ADDITIONAL INFORMATION




